There were problems galore; nonetheless, even an early effort was sufficiently promising that, based on a single picture and a brief proposal, the National Science Foundation awarded us a small grant to develop the technique. About that time, my advisor, Jacques Pène, left Boulder. I stayed and switched to the laboratory of David Hirsh, where I refined the technique and completed my degree.
I got nearly what I wanted. I could not detect 10 000 proteins, but I did see well over a thousand, a level that was pretty spectacular for the time. I used E. coli to test the capabilities of the gels because this system provided tools to characterize performance. I also examined proteins expressed by rabbit embryos with my friend Jon Van Blerkom, and by Candida elegans, the model studied in the Hirsh laboratory. The generality and resolution of the method began to attract a lot of attention.
As I started to prepare my thesis, David Hirsh and a fellow faculty member, Larry Gold, came up with the idea of organizing a course to introduce the method to people across the country. I found myself, as a graduate student, teaching a course to some of the prominent scientists of that time, such as Fotis Kafatos and Bruce Ames. But friends and colleagues in Boulder felt excluded, so I did it again for local people. It was a busy summer. I defended my thesis immediately after the courses, submitted my paper to the Journal of Biological Chemistry, and left for a postdoc with Gordon Tomkins in the Department of Biochemistry, University of California, San Francisco.
I had been in San Francisco for some time when I got the disappointing news that my 2-dimensional gel paper had been rejected. Apparently, the reviewers did not think it was useful. With the help of some of my "students" who were on the editorial board, a powerful argument was made that the journal should reconsider the decision. Fortunately, they did. The method was put to widespread use. It was the mainstay of my own work for another 4 years before I turned to other research directions (2) (3) (4) (5) . But the big factor that attracted frequent citations was that the paper introduced a new perspective on doing science. There were no "omics" of any sort at the time, not even genomics. It was the first method that allowed a broad molecular perspective, and it provided the early foundation for proteomics. But it took time and other technologies before these approaches were widely accepted, and new names were invented to recognize the approaches. Two-dimensional gels continue to have a major role in the analysis of the proteome, although the method has yielded a large share of the stage to mass spectrometry. 
